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5S rRNA ribonucleoprotein structure 
169: 85 
LLCPK 
1 mutant hormone receptor 162: 571 
LLCPK1 
cAMP dependent protein kinase 
heterogeneity 167: 221 
mutant cAMP protein kinase 
164: 39 
Lobster 
hemocyanin conformation homol 
169: 323 
hemocyanin oxygen binding neutral 
red 163: 35 


oxidn liver microsome 170: 77 
Lucensomycin 
binding natural artificial membrane 
167: 59 


Ludwigothurea 
sulfated glycan 166: 639 
Luminal 
membrane anion exchanger kidney 
64: 695 


Lung 
surfactant hydrophobic small protein 
168: 255 


Luteinization 
ferredoxin reductase ovary 161: 629 
Luteotropin 
receptor somatomedin testis steroido= 
genesis 165: 209 
Lyase 
citramalate equil const glutamate 
metab 164: 565 
heme cytochrome ¢ transport mito> 
chondria 164: 147 
tyrosine pheno! Citrobacter transami> 
nation 170: 311 
Lymnaea 
hemocyanin oligosaccharide 169: 399 
Lymphocyte 
B growth factor fibroblast 168: 543 
ganglioside structure 163: 407 
mitogenesis ornithine decarboxylase 
mRNA 170: 87 
pterin metab 166: 303 
receptor Escherichia lipoprotein 
mitogen 162: 651 
wheat germ agglutinin binding 
161: 197 
Lysine 
actin polymn phalloidin 164: 229 
DP ATP carrier transmembrane 
organization 161: 611 
cysteine nucleotide site distance 
actin 168: 339 
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formation Brevibacterium NMR 
chromatog spectrometry 162: 621 
modification cytochrome c structure 
function 170: 293 
Lysogeny 
phage HK253 Escherichia porin 
164: 141 


Lysosome 

alpha galactosidase A gene sequence 
165: 275 

aspartylglucosaminidase endoacetyl= 
glucosamidinase sialoglycoprotein 
degrdn 169: 131 

assocn enzyme membrane 170: 405 

lipid storage Wolman extracellular 
origin 170: 453 

neuraminidase placenta 162: 63 

protein membrane transport 

70: 395 


Lysosomelike 
organelle cysteine proteinase Trypa= 
nosoma 169: 467 
Macroglobulin 
alpha 2 conformation chymotrypsin 
165: 31 


alpha 2 formation macrophage endo> 
toxin 169: 13 
alpha2 dissocn SDS_ 162: 259 
alpha2 formation liver Ito 168: 641 
Macromol 
ligand binding equil fitted isotherm 
169: 487 
Macrophage 
actin protein interaction calcium 
165: 139 
cAMP desensitization protein kinase 
170: 381 


granulocyte colony stimulating factor 
mouse 169: 353 

proteinase inhibitor formation endo= 
toxin 169: 13 

pterin metab 166: 303 

Magnesium 

ATP hexokinase PII regulation Sac> 
charomyces 161: 565 

ATPase chromaffin inhibitor energy 
coupling 164: 1 

ATPase mechanism sarcoplasmic 
reticulum 165: 251 

= —— protein p21 oncogene 


dian a dehydrogenase 
170: 631 
Magnetic 
shielding proline quantum mechanics 
163: 79 


Maize 
branching enzyme branched glucopo= 
lysaccharide 168: 393 
Malate 
dehydrogenase sequence chloroplast 
pea 168: 653 
Malic 
enzyme carbon dioxide plant 
163: 619 


enzyme transcription liver diet protein 
168: 487 


Mammal 

calmodulin dependent protein kinase 
isoenzyme 161: 739 

HMG protein phosphorylation meta= 
phase 166: 21 

liver epoxide hydrolase multiple 
form 167: 269 

mannosidase glycoprotein processing 
168: 287 


Mammary 
thioesterase II active site sequence 
162: 577 
tumor proliferation estrogen 
164: 445 
Manganese 
ribonucleotide reductase Brevibacteri= 
um 170: 603 


Mannonate 
hydratase activation iron 166: 623 
Mannose 
specific lectin fibrinogen oligosacchar= 
ide 165: 131 
specific lectin Gerardia 169: 97 
Mannosidase 
mammal nonmammal glycoprotein 
processing 168: 287 
Mannosylphosphodolichol 
phosphodiesterase liver microsome 
170: 363 
Marthasterias 
oocyte protein phosphatase inhibitor 
167: 135 


Mating 
factor alpha conformation membrane 
yeast 163: 331 
Matrix 
nucleus mRNA precursor actin fila= 
ment 167: 239 
Maturation 
promoting factor MPF Xenopus egg 
161: 771 


aint anticodon sequence 166: 325 
e 
ester adenosine phosphorothioate 
prepn 162: 123 
Megasphaera 
flavodoxin complex riboflavin bis= 
phosphate 161: 749 
Melanoma 
plasminogen activator oligosaccharide 
structure 170: 69 
Melarsen 
oxide — glycolysis 
166: 653 
Membrane 
alpha mating factor conformation 
yeast 163: 331 
ATPase Lactobacillus 167: 367 
ATPase Sulfolobus 164: 533 
basolateral luminal anion exchanger 
kidney 164: 695 
brain antigen F11 G4 structure 
168: 551 
cardiolipin polymorphism calcium 
cytochrome oxidase 164: 137 
cell acetylcholinesterase attachment 
mechanism review 170: 11 
cell ATPase Sulfolobus 167: 211 
cell proteoheparan sulfate teratocarci= 
noma 161: 707 
coated assocn cathepsin D precursor 
168: 37 
enzyme assocn lysosome 170: 405 
erythrocyte ion transport lasalocid A 
167: 353 


guanine nucleotide binding protein 
neutrophil 165: 185 

insertion lactose permease formation 
Escherichia 163: 653 

lucensomycin binding natural artifi= 
cial 167: 59 

microsome phosphorylase phospha= 
tase muscle 169: 659 

mitochondria proton permeability 
calcium efflux 162: 239 

orientation protein kinase proteinase 
169: 503 


photoreceptor phototransduction 
mechanism blowfly 161: 61 

protein transport lysosome 170: 395 

proton aa brain synapto= 
some 168: 2 

purple ATP pomhene bacteriorhodop= 
sin efficiency 165: 177 

Rhodopseudomonas light fructose 
carrier phosphotransferase 
161: 211 

Sta erythrocyte glycophorin hybrid 
sequence 167: 361 

Mercapto 

essential ATPase FO proton transport 

164: 517 
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mitochondria membrane permeability 
calcium efflux 162: 239 
Mercuric 
reductase activation NADPH kinetics 
164: 243 


Meromyosin 
cDNA sequence rabbit 167: 97 
Messenger 
ribonucleoprotein protein phosphatase 
shrimp 163: 503 
Metab 
compartmentation immobilized en= 
zyme propinquity 170: 165 
Metabolic 
control enzyme flux analysis 
165: 215 
Metabolite 
compartmentation detn liver 
162: 151 


Metal 
divalent complex ATP review 
165: 65 


ion cytochrome c oxidase 164: 295 
site actin spatial structure 168: 103 
Metalloendopeptidase 
Streptococcus 163: 259 
Metalloproteinase 
Streptococcus 163: 259 
Metallothionein 
mRNA liver zinc ontogeny 166: 527 
2 NMR assignment liver 167: 457 
Metamorphosis 
juvenile hormone Drosophila 
164: 709 
Metaphase 
high mobility group protein phospho> 
rylation 166: 21 
Metastasis 
tumor oligosaccharide structure 
161: 359 


Methane 
formation Methanosarcina sodium 
gradient 162: 461 
Methanobacterium 
acetyl CoA formation 163: 147 
corrinoid isolation mol structure 
162: 275 
nickel ESR hydrogenase 169: 377 
Methanococcus 
DNA polymerase inhibition aphidico= 
lin 165: 171 
hydroxydeazaflavin hydrogenase 
169: 571 
Methanogenic 
bacteria coenzyme F430 intermediate 
170: 459 
Methanol 
dehydrogenase isolation crystal struc> 
ture Methylosinus 164: 223 
Methanosarcina 
nucleoprotein complex protein HMb 
sequence 161: 681 
sodium gradient methane formation 
162: 461 
Methanothermus 
glyceraldehyde phosphate dehydroge= 
nase 165: 147 
MetHb 
conformation iron spin equil 
168: 563 
proton binding azide ligand 169: 413 
Methyladenine 
DNA glycosylase specificity thymus 
165: 13 


Methylamine 
oxidase Arthrobacter 161: 415 
Methylase 
DNA ae Bme216I Bacillus 
165: 5 


DNA se Ecodam specificity 
model 167: 397 
Methylation 
adenine DNA conformation 163: 275 
oligodeoxyribonucleotide duplex 
conformation NOE 167: 397 
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phosphatidylethanolamine sodium 
calcium transport sarcolemma 
166: 597 
Methylcytosine 
DNA model conformation 161: 571 
DNA plasmid pJD1 restriction endo= 
nuclease 161: 519 
Methylenebistyrosine 
protein mollusk artifact 164: 397 
Methylguanosine 
monoclonal antibody 168: 461 
Methylmalonyl 
CoA mutase mechanism stereochem 
NMR 168: 659 
Methylosinus 
methanol dehydrogenase isolation 
crystal structure 164: 223 
Methylotroph 
serine hydroxymethyltransferase 
162: 533 


Methylsulfinyladenine 
vitamin B12 Propionibacterium 
163: 175 
Methylsulfonyladenine 
vitamin B12 Propionibacterium 
163: 175 
Methyltransferase 
DNA wheat 167: 89 
glycine cDNA sequence rat 168: 141 
Mevalonate 
metab organ 168: 1 
Micelle 
reverse alc dehydrogenase activity 
stability 166: 157 
reverse surfactant interface interac> 
tion protein 169: 259 
reversed alc dehydrogenase liver 
169: 275 
surfactant collagen hydrodynamics 
thermodn 169: 617 
surfactant zinc cytochrome c interac> 
tion 169: 269 
Micrococcus 
ribosome protein MLS1 structure 
function 167: 299 
Microemulsion 
SDS CTAB alc dehydrogenase 
163: 609 
Microglobulin 
alpha 1 sequence immunosuppression 
species 170: 143 
alphal hepatoma celi line 165: 699 
beta 2 proteolysis blood cancer 
163: 21 


Microheterogeneity 
hydroxybenzoate hydroxylase cysteine 
oxidn Pseudomonas 167: 35 
Microsome 
calcium channel blocker receptor 
muscle 161: 217 
enzyme Saccharomyces asparagine 
oligosaccharide 162: 635 
epoxide hydrolase liver mammal 
167: 269 
glucose phosphate oxidn liver 
165: 195 


liver leukotriene oxidn 170: 77 

mannosylphosphodolichol phosphodi= 
esterase liver 170: 363 

membrane phosphorylase phosphatase 
muscle 169: 659 

pentane metab cytochrome P 450 
161: 303 


phosphoprotein phosphatase parotid 
ae 


testosterone formation progesterone 

testis 166: 425 
Microtubule 

assembly biphasic kinetics fluorome> 
try 165: 613 

assembly cystamine tubulin sulfhydr= 
yl 165: 443 

assembly mutant beta tubulin Physa> 
rum 163: 449 

tyrosination brain 162: 137 
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Milk 
lipoprotein lipase structure homol 
161: 281 


xanthine oxidase molybdenum cofac> 
tor purifn 169: 349 
Miltenberger 
VII erythrocyte glycophorin A se= 
quence 166: 27 
Mitochondria 
ADP ATP carrier conformation 
161: 611 
aminobutyrate aminotransferase 
formation brain 161: 289 
ATP i subunit 4 yeast 


Ailes peer sequence Candida 
163: 155 

ATPase proton transport essential 
mercapto 164: 517 

brown fat uncoupling protein cysteine 
161: 689 


calcium efflux membrane proton 
permeability 162: 239 
cytochrome oxidase subunit process= 
ing Ipomoea 165: 303 
epoxide hydrolase liver mammal 
: 269 


import ornithine dicarbamylase leader 
peptide 161: 19 

iron sulfur protein crystal structure 
166: 287 

NADH dehydrogenase heart 
169: 585 


outer membrane porin integration 
168: 509 

oxidn glycerol phosphate dehydroge= 
nase cation 170: 631 

peroxisome proliferation liver hypoli= 
pidemic agent 163: 423 

phosphate carrier essential sulfhydryl 
function 167: 167 

precursor protein import mechanism 
169: 289 

protein targeting signal review 
165: 1 


protonmotive force respiration ATP 
yeast 168: 275 

pyruvate dehydrogenase complex size 
heart 169: 223 

RNA formation Saccharomyces muta> 
tion 164: 559 

rRNA gene Schizosaccharomyces 
169: 527 

swelling uncoupling po GDP 
binding 164: 681 

— cytochrome c heme lyase 
164: 147 


uncoupling rotein modification 
brown adipose 164: 675 
uncoupling protein regulation brown 
adipose 164: 687 
Mitogen 
lipoprotein Escherichia lymphocyte 
receptor 162: 651 
thymocyte calcium pool 161: 249 
Mobile 
region interdomain + oe 
kinase NMR_ 170: 529 
Model 
arginine rich histone DNA chromatin 
161: 185 
cytochrome P 450 active site 
168: 419 


cytochrome P450 active site correction 


DNA modification methylase Ecodam 
specificity 167: 397 

equil Calvin cycle regulation phos= 
phate 169: 423 

kinetic lipoxygenase 168: 325 

primordial codon anticodon interac= 
tion 170: 267 

structure function nicotinic acetylcho> 
line receptor 168: 431 
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Mol 
cloning oo, yee gene Desulfovi= 
brio 162: 31 
structure anhydroacetylneuraminic 
acid 162: 445 
structure corrinoid Methanobacterium 
162: 275 


structure Klebsiella polysaccharide 
164: 237 

— oe Klebsiella 
162: 


sruture _ _ 
Mycobacterium 167: 1 
Mollusk 
hinge ligament protein desmosine 
isodesmosine 164: 397 
sperm chromatin 165: 363 
Molybdenum 
cofactor purifn xanthine oxidase 
milk 169: 349 
enzyme aldehyde dehydrogenase 
Pseudomonas 166: 575 
iron protein nitrogenase ESR 
169: 457 
Molybdoenzyme 
molybdenum cofactor purifn 
169: 349 
Molybdoferredoxin 
ESR Azotobacter Klebsiella 169: 457 
Monoamine 
transporter quaternary structure 
chromaffin granule 165: 73 
Monoclonal 
antibody acetylcholinesterase genetic 
lymorphism brain 164: 95 
antibody beta adrenergic receptor 
167: 449 
antibody calcium site protein S 
165: 39 


antibody methylguanosine U ribonu= 
ibdy ps 168: 461 
“ 5, ema A2 rat liver 


Pte RNA polymerase B Podos= 
ra 162: 317 
antibody synthase beta2 subunit 
164: 103 
Monolayer 
dicaprin lipase kinetics stomach 
169: 125 


lipid proton lateral conduction 
162: 379 


Monooxygenase 
cytochrome P 450 pentane metab 
161: 303 


tyrosine mechanism tetrahydropterin 
oxidn product 168: 21 
Mouse 
colony stimulating factor gene se= 
quence 165: 7 
granulocyte colony stimulating factor 
169: 353 
histone H1 carboxyl domain homol 
168: 161 
interleukin gene human transforma> 
tion 169: 669 
neurofilament of protein gene 
sequence 166: 7 
UDP a pemtaauinee se> 
quence induction 168: 515 
mRNA 
adrenodoxin reductase adrenal cortex 
169: 449 


aldolase human fibroblast 164: 9 
binding protein eIF2A cofactor 
161: 1 


— ape VI subunit human 


ouummaam canavalin seed develop= 
ment Canavalia 170: 515 
gene PU'T4 Saccharomyces 164: 601 
glucagen human pancreas gut 
164: 553 


glucokinase thyroid hormone gluco= 
corticoid liver 164: 181 
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heat shock protein translation initia> 
tion 167: 501 
heterogeneity protein kinase catalytic 
subunit 167: 221 
metallothionein liver zinc ontogeny 
66: 527 


mistranslation Escherichia 169: 59 

nucleus cytoplasm transport lectin 
Gerardia 169: 97 

ornithine decarboxylase lymphocyte 
mitogenesis 170: 87 

phosphoglycerate kinase Saccharo= 
myces heat 161: 525 

precursor nucleus matrix actin fila= 
ment 167: 239 

translation inhibition prosome 
170: 23 

translation muscle cell cycle 170: 59 

yolk polypeptide ovary Drosophila 
161: 95 


Mucopolysaccharidase 
Pseudomonas keratan chondroitin 
sulfate 161: 139 
Mucus 
bronchus sialyl oligosaccharide cystic 
fibrosis 168: 57 
Multienzyme 
system intermediate transfer mecha> 
nism 164: 655 
Murein 
formation Proteus 163: 389 
Muscle 
albumin calcium transport sarco> 
plasmic reticulum 162: 365 
calcium channel antagonist receptor 
164: 525 
Tn dependent protein kinase 
161: 739 


cell noha mRNA translation 170: 59 

dihydropyridine receptor calcium 
channel 167: 117 

glycogen oo phosphate hormone 
163: 205 


glycogen synthase a identity 
glycogenin 169: 4 

hexokinase B inhibition glucose phos> 
phate 161: 171 

intestine peptidase neurotensin metab 
166: 461 

liver protein phosphatase 2C isoen= 
zyme 166: 713 

microsome calcium channel blocker 
receptor 161: 217 

microsome membrane phosphorylase 
phosphatase 169: 659 

phosphorylase b essential tyrosine 
localization 166: 547 

smooth actin polymn inhibiting pro= 
tein 170: 583 

smooth potassium channel apamin 
binding 169: 295 

triose phosphate isomerase kinetics 
Trypanosoma 168: 69 

5S eee structure 
169: 


Mutant 

barley endosperm beta amylase ex= 
pression 169: 517 

beta tubulin microtubule assembly 
Physarum 163: 449 

diphtheria toxin interaction phospho> 
lipid 169: 629 169: 637 

LLCPK 1 hormone receptor 
162: 571 

LLCPK1 cAMP protein kinase 
164: 39 


Mutase 
methylmalonyl CoA mechanism ste> 
reochem NMR 168: 659 
Mutation 
ATPase subunit 9 gene Saccharomyc> 
es 167: 291 
cholinephosphotransferase gene yeast 
162: 7 


collagen helix stabilization 163: 247 


colony stimulating factor 2 cDNA 
169: 353 

gene PhoE protein Escherichia 
169: 65 


glycophorin gene Gerbich antigen 
human 165: 571 
ornithine Pi hd gene 
Saccharomyces 165: 289 
peptide hormone receptor comple= 
mentation 162: 571 
Saccharomyces mitochondria RNA 
formation 164: 559 
suppression gene phenylalanine tRNA 
synthetase 168: 365 
Mycobacterium 
slycolipi id deoxymethylhexopyranose 
mfiguration 168: 181 
mycolate formation 163: 369 
triglycosyl phenolphthiocerol mol 
structure 167: 155 
Mycolate 
formation Mycobacterium 163: 369 
Mycosubtilin 
conformation modeling refinement 
69: 389 


Myoglobin 
domain dynamics fluorescence 
quenching 162: 175 
reconstitution heme conformation 
folding 170: 589 
Myopathy 
storage III lipid metab 164: 703 
Myosin 
actin light chain binding site 161: 25 
ATPase activation purealin 167: 1 
ATPase active site 161: 343 
head conformation actin nucleotide 
temp 165: 353 
light chain actin interaction 164: 259 
linked gene chicken development 
169: 79 
structure brush border 165: 315 
subfragment actin conformation 
spatial relationship 168: 339 
Myxamoeba 
Physarum beta tubulin sequence 
161: 669 
3 


phage dnaK protein phosphorylation 
168: 621 


NAD 

alc dehydrogenase electrostatic inter= 
action 165: 157 

analog covalent binding alc dehydro= 
genase 168: 469 

binding alc dehydrogenase kinetics 
mechanism 166: 167 

dependent acetaldehyde dehydroge= 
nase heterogeneity Alcaligenes 
167: 541 

glyceraldehyde phosphate dehydroge= 
nase Thermoproteus 170: 325 

regeneration riboflavin polymer deriv 
164: 329 

NADH 

alc dehydrogenase electrostatic inter= 
action 165: 157 

binding alc dehydrogenase kinetics 
mechanism 166: 167 

dehydrogenase mitochondria heart 
169: 585 


pyrophosphatase insulin vesicle liver 
164: 251 


ubiquinone oxidoreductase fragment 

crystal structure 166: 287 
NADP 

glyceraldehyde phosphate dehydroge= 
nase Thermoproteus 170: 325 

malic enzyme carbon dioxide plant 
163: 619 

regeneration riboflavin polymer deriv 
164: 329 


NADPH 
mercuric reductase activation kinetics 
164: 243 
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oxidase neutrophil cytosol fatty acid 
162: 563 


Naegleria 
sterol formation cycloartenol 
164: 427 
Naja 


cariiede CTXIIa CTXIIb confor= 
mation 168: 609 
cardiotoxin purifn monitoring 
168: 603 
Natriuretic 
hormone endalin urine 162: 129 
Neisseria 
plasmid pJD1 DNA methylcytosine 
161: 519 


Neoplastic 
transformation protein p21 active 
site 162: 49 
Nerve 
liver metab calcium potassium 
163: 197 


sympathetic liver glucose metab 
170: 193 


est 
edible birds anhydroacetylneurami> 
nate structure 162: 445 
Neteropsin 
DNA binding site 167: 281 
Neuraminate 
acetyl rearrangement 162: 601 
Neuraminic 
acid anhydro isolation structure 
162: 445 


Neuraminidase 
lysosome placenta 162: 63 
Neurite 
fasciculation elongation protein 
168: 551 
Neurofilament 
L protein binding fodrin 169: 651 
NFM protein gene sequence mouse 
166: 71 


subunit phosphorylation charge neu> 
tralization 165: 281 
Neurokinin 
carcinoid ileum 166: 693 
Neuromuscular 
transmission ATPase sarcoplasmic 
reticulum 162: 555 
Neuron 
development brain histone H1 
164: 71 


postsynaptic d protein kinase II 
168: 481 
Neurospora 
coprogen metab 162: 643 
cytochrome cl sequence 164: 111 
DNA uptake stimulating factor 
162: 199 
mitochondria precursor protein im> 
port 169: 289 
Neurotensin 
metab peptidase intestine muscle 
166: 461 
Neutral 
lipid metab storage myopathy III 
164: 703 


red hemocyanin oxygen binding lob= 
ster 163: 35 
Neutron 
scattering DNA fragment structure 
161: 191 
Neutrophil 
function C reactive protein 163: 141 
lipoxygenase glutathione 169: 175 
membrane guanine nucleotide binding 
protein 165: 185 
NADPH oxidase fatty acid 162: 563 
stimulation leukotriene calcium phos= 
pholipase C 162: 161 
superoxide release diacylglycerol 
analog 162: 387 
Newborn 
casein kinase liver 170: 493 
fatty acid oxidn liver 165: 201 
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NFM 
protein gene neurofilament sequence 
mouse 166: 71 
Ni 


protein TSH thyroid 166: 475 
Nickel 
ESR hydrogenase Chromatium Meth= 
anobacterium 169: 377 
hydrogenase multiple form Desulfovis 
brio 167: 47 
Nicotinic 
acetylcholine receptor subunit confor= 
mation assocn 168: 431 
Nidogen 
laminin complex basement membrane 
166: 11 
Nitrate 
reductase formation Candida 
164: 383 
reductase Z Escherichia 168: 451 
starvation lipid cell envelope Anacys= 
tis 165: 461 
Nitrile 
hydratase Pseudomonas 162: 691 
Nitrite 
reductase copper contg Pseudomonas 
168: 301 
reductase mechanism spectrum Thio> 
bacillus 169: 253 
Nitrogenase 
ATPase activity ADP phosphate 
binding 162: 265 
molybdenum iron protein ESR 
169: 457 


Nitroprusside 
protein kinase blood platelet 
167: 441 


Nitrosomas 
cytochrome c 554 redox kinetics 
162: 299 
Nitrosyl 
cytochrome cdl Thiobacillus spectrum 
pH 169: 253 
NMR 
assignment metallothionein 2 liver 
167: 457 
cardiotoxin CTXIIa CTXIIb Naja 
168: 609 
DNA adenine methylation 163: 275 
DNA operator tet analog 169: 603 
Enterobacteriaceae common antigen 
structure 162: 75 
gene 5 protein phage IKe 167: 563 
glycoprotein binding lectin 161: 589 
gramicidin A conformation 166: 437 
Hb Chironomus conformation transi= 
tion pH_ 161: 375 
Hb monomer structure - iataated 
Chironomus 168: 377 
heme conformation Hb Glycera 
166: 399 


interleukin 1 beta arom residue 
161: 37 

lysine formation Brevibacterium 
162: 621 

methylmalonyl CoA mutase mecha> 
nism stereochem 168: 659 

monitoring HPLC cardiotoxin Naja 
168: 603 


oligosaccharide conformation 
165: 385 


phosphoglycerate kinase interdomain 
mobile region 170: 529 

phosphorus 31 perfused liver metab 
162: 151 

plasminogen kringle 4 170: 549 

plasminogen kringle 4 conformation 
170: 539 

plastocyanin spinach structure 
170: 279 

proton DNA 166: 215 

retinal Schiff base rhodopsin confor= 
mation 163: 9 

spectrometry protein conformation 
proton stereospecificity 164: 625 

thymine photodimer DNA 162: 37 
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NOE 
oligodeox ation conorma duplex 
— tion conformation 


Newinniaas 
biochem IUPAC IUB 170: 7 
folate 168: 251 
prenol review 167: 181 
Nonhistone 
protein interaction core histone nu= 
cleosome 162: 111 
Nopaline 
oxidase gene Ti plasmid 167: 81 
Noradrenaline 
brown adipocyte insulin glucagon 
169: 155 
Norepinephrine 
insulin glucose metab adipose 
170: 469 
Norleucine 
leucine oxoglutarate aminotransferase 
Candida 167: 141 
Noroxohydroxycholecalciferol 
formation promyelocyte 161: 233 
Novikoff 
ascites cell galactoside acetylgluco= 
saminyltransferase 166: 199 
Nuclear 
La antigen structure domain organi= 
zation 165: 117 
Overhauser enhancement spectrosco> 
Py | DNA 166: 215 
Nuclea: 
rea 168: 357 
inhibitor interaction RNase rat 
163: 89 
Nucleic 
acid base acetylenic ester 167: 103 
Nucleoprotein 
complex Methanosarcina protein 
HMb sequence 161: 681 
Nucleoside 
transport gene nupG Escherichia 
168: 385 


Nucleosome 
assembly protein API binding histone 
162: 19 


dinucleotide CpG DNA vertebrate 
165: 107 
nonhistone protein interaction core 
histone 162: 111 
Nucleotidase 
solubilization reconstitution phospho= 
lipid liposome 162: 451 
Nucleotide 
adenine carrier precursor import 
mitochondria 169: 289 
adenine carrier transmembrane or= 
ganization lysine 161: 611 
binding site actin phalloidin 
162: 583 


cyclic ~—_ cAMP receptor protein 
168: 


deriv aan RNA polymerase labeling 
163: 113 

exchange gene ras protein 161: 473 

modification acetylenic ester kinase 
dehydrogenase 162: 433 

myosin head conformation 165: 353 

purine uncou upling gd regulation 
mitochondria 164: 6 

sequence cytochrome cl , 
164: 111 


site actin spatial structure 168: 103 
site lysine cysteine distance actin 
168: 339 


site protein p21 GTPase oncogene 
162: 49 


uptake synaptic vesicle Torpedo 
thiol 166: 553 
Nucleus 
cytoplasm transport mRNA lectin 
Gerardia 169: 97 
matrix mRNA precursor actin fila 
ment 167: 239 
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retinoate binding protein embryo 
168: 133 


spermatid specific protein sequence 
dogfish 169: 105 


antigen polysaccharide structure 
Pseudomonas strain 166: 189 
antigen Pseudomonas trisaccharide 
repeating unit 167: 549 
Oat 
seed dormancy fructose bisphosphate 
166: 605 


Oleoylacetylglycerol 
blood platelet activation dioctanoyl= 
glycerol 167: 585 
Oligoadenylate 
Escherichia 169: 167 
synthetase gene human interferon 
169: 313 


Oligodeoxyribonucleotide 
conformation methylcytosine 
161: 571 
conformation sequence dependence 
166: 87 


conformation thymine dimer structure 
162: 37 


duplex methylation conformation 
NOE 167: 397 

pyrimidine template DNA formation 
161: 435 


Oligonucleotide 
affinity label RNA polymerase Es= 
cherichia 166: 611 
DNA hairpin interaction 170: 267 
Oligoribonucleotide 
primer DNA formation 161: 435 
Oligosaccharide 
asparagine Saccharomyces microsome 
enzyme 162: 635 
conformation NMR_ 165: 385 
core lipopolysaccharide lipid A Acine= 
tobacter 163: 489 
diphosphodolichol metab splenocyte 
166: 469 
fibrinogen mannose specific lectin 
165: 131 


glucooligomannose pecan starf= 
ish ovary 168: 679 
sialyl bronchus mucus cystic fibrosis 
168: 57 
structure galactofuranose contg glyco> 
peptide Ascobolus 165: 327 
structure haptoglobin hepatocyte 
161: 315 
structure hemocyanin snail 169: 399 
structure lectin Erythrina 166: 311 
structure lipase pancreas 170: 369 
structure plasminogen activator mela> 
noma 170: 69 
structure tumor metastasis 161: 359 
Oncogene 
protein p21 GTPase nucleotide site 
162: 49 


Ontogeny 
liver casein kinase 170: 493 
metallothionein mRNA liver zinc 
166: 527 
Oocyte 
starfish protein phosphatase inhibitor 
167: 135 


Operator 
tet DNA analog conformation NMR 
169: 603 


Operon 
frd fumarate reductase sequence 
Proteus 167: 481 
gene = cloning sequence Salmonel= 
la 164: 613 
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